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Haemonchus contortus is a parasitic nematode, whose multiresistance to ant-
helmintics means global problem, threatening mostly small ruminants farming. 
Genom and transcriptom have been published in 2013, allowing gene expression 
studies to be conducted. Reference genes for this studies have not been 
validated yet. Use of suitable reference genes is essential for accurate 
normalization of gene expression levels. Aim of this work was to identify 
and validate potential reference genes for gene expression studies in 
H. contortus adults. Eleven genes were chosen, stability of their expression 
was assessed in males and females of two H. contortus strains, one 
drug-susceptible (ISE) and one multi-drug-resistant (WR). Total RNA was extracted 
and reverse trancribed to cDNA. cDNA was diluted and analyzed using 
quantitative real-time PCR with SYBR Green I detection. Expression stability 
was evaluated by computer programs BestKeeper, geNorm, NormFinder 
and the comparative CT method. Ncbp, ama, sodc, gapdh and farb were found 
to be most stable genes. By this study we demonstrated, that the combination 
of commonly used gapdh gene and at least one of the other best ranked genes 
would be appropriate for gene expression studies in H. contortus adults. 
